**Specifications Table**TableSubject areaBiologyMore specific subject areaHorticultural science, GenomicsType of dataGenome sequence dataHow data was acquiredIllumina HiSeq. 2500 Next Generation Sequencing PlatformsData formatRaw sequencing readsExperimental factorsDraft genome sequence of Japanese pear was performed by using Illumina HiSeq.Experimental featuresSequencing was performed according to Illumina sequencing protocols for DNA-seqData source locationShizuoka, JapanData accessibilityThe draft genome sequences of Japanese pear (*Pyrus pyrifolia*) have been deposited in the DNA Data Bank of Japan (DDBJ) under the DDBJ Read Archive (BioProject: PRJDB6878 ([https://ddbj.nig.ac.jp/BPSearch/bioproject?acc=PRJDB6878](https://www.ddbj.nig.ac.jp/BPSearch/bioproject?acc=PRJDB6878){#ir0005}), BioSample: SAMD00117051).

**Value of the data**●In study of evolutionary processes occurring in *Pyrus* plants, this dataset may be used to compare between the genomic data of other *Pyrus* species.●This data will be useful to prepare molecular markers for breeding of new cultivars having a crisp texture and feel because the flesh of the Japanese pear has many stone cells.●This data will further be valuable for more detailed study on physiological disorders affecting Japanese pear fruit.

1. Data {#s0005}
=======

The Japanese pear, one of the most important fruit trees in Japan, is also widely distributed in China and Korea [@bib1], where more than a thousand cultivars are grown naturally or commercially [@bib2]. We present a partial draft genome sequence of Japanese pear strain TH3, which is the S1 of 'Osa-Nijisseiki' and is homozygous for the S~4~^sm^ gene [@bib3]. We sequenced paired-end libraries using Illumina HiSeq. 2500 and generated approximately 212 M reads. The average percentage of Q30 bases (bases with a quality score of 30) and mean quality score were 94.58% and 36.55 for all reads, respectively. This data will be useful to prepare molecular markers for breeding of new cultivars having a crisp texture and feel because the flesh of the Japanese pear has many stone cells [@bib4]. Additionally, this data will also be valuable for a more detailed study of the evolutionary processes occurring in *Pyrus* species by providing genomic data for a comparative analysis with Chinese pear [@bib5] and European pear [@bib6] that have already been analyzed.

2. Experimental design, materials, and methods {#s0010}
==============================================

2.1. DNA extraction {#s0015}
-------------------

Genomic DNA was extracted from the young leaves of the Japanese pear strain TH3, using a modified version of the cetyltrimethylammonium bromide (CTAB) protocol [@bib7]. Quality and quantity of DNA were checked by Agilent 2200 TapeStation (Agilent Technologies, Santa Clara, USA).

2.2. Sequencing {#s0020}
---------------

The extracted genomic DNA was subjected to preparation of a paired-end library for genome sequencing using the Illumina HiSeq. 2500. Genomic DNA libraries were constructed using the TruSeq Nano DNA Library Prep Kit (Illumina, Cat FC-121-4001) according to the manufacturer׳s protocol.

2.3. Data accessibility {#s0025}
-----------------------

The read data were submitted to the DDBJ Read Archive (BioProject: PRJDB6878, BioSample: SAMD00117051).
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